ABSTRACT In this report, we describe the draft genome sequence of a newly discovered probiotic strain, Lactobacillus salivarius L28. L. salivarius L28 demonstrates antagonistic effects against human foodborne pathogens, including Escherichia coli O157:H7, Salmonella spp., and Listeria monocytogenes, in coculture experiments and food matrices.
by PHASTER (15) , and one potential plasmid (99,553 bp) was identified. Additionally, 12 potential virulence factors with nucleotide identities greater than 72% were found when compared to the virulence factors database (VFDB) (16) , and one gene for potential tetracycline resistance with 90% nucleotide identity was identified when compared to the comprehensive antibiotic resistance database (CARD) (17) . Accession number(s). This whole-genome shotgun sequencing project has been deposited in DDBJ/ENA/GenBank under the accession no. NDYW00000000. The version described in this paper is the first version, NDYW01000000.
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